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FIGURE 1 
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FIGURE 1 - continued 

1301 CCCGCAGCGC CTGGGGCCCC CCGGAGCCAT GGGGTGTCGG GGGCTCCTGT 
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FIGURE 2 

1 MENPSPAAAL GKALCALLLA TLGAAGQPLG GESICSAGAP AKYSITFTGK 

51 WSQTAFPKQY PLFRPPAOWS SLLGAAHS5D YSMWRKNQYV SNGLRDFAER 

101 GEAWALMKE I EAAGEALQSV HAVFSAPAVP SGTGOTS AEL EVQRRHSLVS 

151 FWRIVPSPD WFVGVDSLDL CDGDRWREOA ALDLYPYDAG TDSGFTFSSP 

2 01 NFATIPODTV TEITSSSPSH P ANSFYYPRL KALPPIARVT LVRLRQSPRA 

251 FIPPAPVLPS RDNEIVDSAS VPETPLD£_EV SLWSSWGLCG GHCGRLGTKS 

301 RTRYVRVO PA NNGSPCPELE EEAECVPD_NC V 
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FIGURE 3 



RGl 1 MENPSPAAALGKALCALLLATLGA. AGQPLGGESICSAGAPAKYSITFTG 49 

III I I : I Ml II- IMIIIIIhM hlllllll 

mindin 1 MENVS . . FSLDRTLWVFLLAMLGSTAGQPLGGESVCTARPLARYSITFTG 48 

50 KWSQTAFPKQYPLFRPPAQWSSLLGAAHSSDYSMWRKNQYVSNGLRDFAE 99 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I : I I I I I I I I I I I 

49 KWSQTAFPKQYPLFRPPAQWSSLLGAAHSSDYSMWRKNEYVSNGLRDFAE 98 

100 RGEAWALMKE I EAAGEALQSVH AVF S AP AVP SGTGQT S AELEVQRRH SLV 149 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

99 RGEAWALMKEIEAAGEKLQSVHAVFSAPAVPSGTGQTSAELEVHPRHSLV 148 

150 SF WRI VP S PDWF VGVD S LDLCDGDRWREQAALDL Y P YDAGTD SGFTF S S 199 

I Ml 1 1 ! ! I ! i I ! I h I Ml I hi 1 1 : 1 1 II ! M 1 1 1 1 M 1 1 i 1 1 1 

149 SFWRIVPSPDWFVGIDSLDLCEGGRWKEQWLDLYPHDAGTDSGFTFSS 198 

200 PNFATIPQDTVTEITSSSPSHPANSFYYPRLKALPPIARVTLVRLRQSPR 249 

I I I I I I 1 I I I 1 I I I I - I I I I I I I I 1 I 1 1 I 1 I 1 - I 1 I 1 I = I I I I II I III 

199 PNFATIPQDTVTEITASSPSHPANSFYYPRLKSLPPIAKVTFVRLRQSPR 248 

250 AFIPPAPVLPSRDNEIVDSASVPETPLDCEVSLWSSWGLCGGHCGRLGTK 299 

II II- I II MIMI I I I I 1 I 1 I 1 I 1 I 1 I I I I 1 I I 1 I I h I I I 

249 AFAPPSLDLASRGNEIVDSLSVPETPLDCEVSLWSSWGLCGGPCGKLGAK 298 

300 SRTRYVRVQPANNGSPCPELEEEAECVPDNCV 331 

I II 1 1 M 1 11 1 1 1 ! - 1 1 II 1 1 1 1 1 1 1 Mill 

299 SRTRYVRVQPAKNGTPCPELEEEAECAPDNCV 33 0 
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FIGURE 4 

AGAAAGGGGTGCGGC AGC ACTGCCAGGGGAAGAGGGTGATCCGAC C CGGGGAAGGT CGCT 



1 _ + + + + + - - - + 60 

TCTTTCCCCACGCCGTCGTGACGGTCCCCTTCTCCCACTAGGCTGGGCCCCTTCCAGCGA 

GGGCAGGGCGAGTTGGGAAAGCGGCAGCCCGCGCCGCCCCCGCAGCCCCTTCTCCTCCTT 

61 + + -- + + + + 120 

CCCGTCCCGCTCAACCCTTTCGCCGTCGGGGGCGGCGGGGGCGTCGGGGAAGAGGAGGAA 

TCTCCCACGTCCTATCTGCCTCTCGCTGGAGGCCAGGCCGTGCAGCATCGAAGACAGGAG 

121 + + + + + + 180 

AGAGGGTGCAGGATAGACGGAGAGCGACCTCCGGTCCGGCACGTCGTAGCTTCTGTCCTC 

GAACTGGAGCCTCATTGGCCGGCCCGGGGCGCCGGCCTCGGGCTTAAATAGGAGCTCCGG 

181 + + + + + + 240 

CTTGACCTCGGAGTAACCGGCCGGGCCCCGCGGCCGGAGCCCGAATTTATCCTCGAGGCC 

GCTCTGGCTGGGACCCGACCGCTGCCGGCCGCGCTCCCGCTGCTCCTGCCGGGTGATGGA 

24i + --- + + --- + + + 300 

CGAGACCGACCCTGGGGTGGCGACGGCCGGCGCGAGGGCGACGAGGACGGCCCACTACCT 

b M E - 

AAACCCCAGCCCGGCCGCCGCCCTGGGCAAGGCCCTCTGCGCTCTCCTCCTGGCCACTCT 

301 + --- -- + --- + + + + 360 

TTTGGGGTCGGGCCGGCGGCGGGACCCGTTCCGGGAGACGCGAGAGGAGGACCGGTGAGA 

b NPSPA AALGKALCALLLATL- 

CGGCGCCGCCGGCCAGCCTCTTGGGGGAGAGTCCATCTGTTCCGCCGGAGCCCCGGCCAA 

361 + + + - + + + 420 

GCCGCGGCGGCCGGTCGGAGAACCCCCTCTCAGGTAGACAAGGCGGCCTCGGGGCCGGTT 

b G AAGQPLGGES I CSAGAPAK 

ATACAGCATCACCTTCACGGGCAAGTGGAGCCAGACGGCCTTCCCCAAGCAGTACCCCCT 

421 + + + + -- + + 480 

TATGTCGTAGTGGAAGTGCCCGTTCACCTCGGTCTGCCGGAAGGGGTTCGTCATGGGGGA 

b YSITFTGKWSQTAFPKQYPL- 

GTTCCGCCCCCCTGCGCAGTGGTCTTCGCTGCTGGGGGCCGCGCATAGCTCCGACTACAG 

481 + + + + + + 540 

CAAGGCGGGGGGACGCGTCACCAGAAGCGACGA.CCCCCGGCGCGTATCGAGGCTGATGTC 

b FRPPAQWSSLLGAAHSSDYS- 

CATGTGGAGGAAGAACCAGTACGTCAGTAACGGGCTGCGCGACTTTGCGGAGCGCGGCGA 

541 + + + + + + 600 

GTACACCTCCTTCTTGGTCATGCAGTCATTGCCCGACGCGCTGAAACGCCTCGCGCCGCT 

b MWRKNQYVSNGLRDFAERGE 
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FIGURE 4 - continued 

GGCCTGGGCGCTGATGAAGGAGATCGAGGCGGCGGGGGAGGCGCTGCAGAGCGTGCACGC 

601 + + + + + + 660 

CCGGACCCGCGACTACTTCCTCTAGCTCCGCCGCGCCCTCCGCGACGTCTCGCACGTGCG 

b AWALMKE I EAAGEALQSVHA 

GGTGTTTTCGGCGCCCGCCGTCCCCAGCGGCACCGGGCAGACGTCGGCGGAGCTGGAGGT 

661 + + -- + + + -+ 720 

CCACAAAAGCCGCGGGCGGCAGGGGTCGCCGTGGCCCGTCTGCAGCCGCCTCGACCTCCA 

b V FS APAVPSGTGQTSAELEV- 

GCAGCGCAGGCACTCGCTGGTCTCGTTTGTGGTGCGCATCGTGCCCAGCCCCGACTGGTT 

721 + + + + + + 780 

CGTCGCGTCCGTGAGCGACCAGAGCAAACACCACGCGTAGCACGGGTCGGGGCTGACCAA 

b QRRHSLV SFVVRIVPSPDWF- 

CGTGGGCGTGGACAGCCTGGACCTGTGCGACGGGGACCGTTGGCGGGAACAGGCGGCGCT 

781 + + -- + --- + + + 840 

GCACCCGCACCTGTCGGACCTGGACACGCTGCCCCTGGCAACCGCCCTTGTCCGCCGCGA 

b V GVDS LD .LCDGDRWREQAAL - 

GGACCTGTACCCCTACGACGCCGGGACGGACAGCGGCTTCACCTTCTCCTCCCCCAACTT 

841 + + + - + + --- + 900 

CCTGGACATGGGGATGCTGCGGCCCTGCCTGTCGCCGAAGTGGAAGAGGAGGGGGTTGAA 

b DLYPYDAGTD SGFTF SSPNF- 

CGCCACCATCCCGCAGGACACGGTGACCGAGATAACGTCCTCCTCTCCCAGCCACCCGGC 

901 -- + + + - + - + + 960 

GCGGTGGTAGGGCGTCCTGTGCCACTGGCTCTATTGCAGGAGGAGAGGGTCGGTGGGCCG 

b A TIPQDT VTEITSSSPSH PA- 

CAACTCCTTCTACTACCCACGGCTGAAGGCCCTGCCTCCCATCGCCAGGGTGACACTGGT 

961 + + + + + + 1020 

GTTGAGGAAGATGATGGGTGCCGAGTTCCGGGACGGAGGGTAGCGGTCCCACTGTGACCA 

b NSFYYPRLKALPPIARVTLV- 

GCGGCTGCGACAGAGCCCCAGGGCGTTGATCCCTCCCGCCCCAGTCCTGCCCAGCAGGGA 

1021 + + + + + + 1080 

CGCCGACGCTGTCTCGGGGTCCCGGAAGTAGGGAGGGCGGGGTCAGGACGGGTCGTCCCT 

b RLRQS PRAFI PPAPVLPSRD 

CAATGAGATTGTAGACAGCGCCTCAGTTCCAGAAACGCCGCTGGACTGCGAGGTCTCCCT 

1081 + + + + + + 1140 

GTTACTCTAACATCTGTCGCGGAGTCAAGGTCTTTGCGGCGACCTGACGCTCCAGAGGGA 

b NEIVDSASVPETPLDCEVSL- 
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FIGURE 4 - continued 

GTGGTCGTCCTGGGGACTGTGCGGAGGCCACTGTGGGAGGCTCGGGACCAAGAGCAGGAC 

1141 + + + + + + 1200 

CACCAGCAGGACCCCTGACACGCCTCCGGTGACACCCTCCGAGCCCTGGTTCTCGTCCTG 

WSSWGLCGGHCGRLGTKSRT- 

TCGCTACGTCCGGGTCCAGCCCGCCAACAACGGGAGCCCCTGCCCCGAGCTCGAAGAAGA 

1201 + + + + --- + + 1260 

AGCGATGCAGGCCCAGGTCGGGCGGTTGTTGCCCTCGGGGACGGGGCTCGAGCTTCTTCT 

RY VRVQPANNGSPCPELEEE 

GGCTGAGTGCGTCCCTGATAACTGCGTCTAAGACCAGAGCCCCGCAGCCCCTGGGGCCCC 

1261 .- + + + + + + 1320 

CCGACTCACGCAGGGACTATTGACGCAGATTCTGGTCTCGGGGCGTCGGGGACCCCGGGG 

AECVPDNCV* 

CCGGAGCCATGGGGTGTCGGGGGCTCCTGTGCAGGCTCATGCTGCAGGCGGCCGAGGGCA 

1321 + + + + + + 1380 

GGCCTCGGTACCCCACAGCCCCCGAGGACACGTCCGAGTACGACGTCCGCCGGCTCCCGT 

CAGGGGGTTTCGCGCTGCTCCTGACCGCGGTGAGGCCGCGCCGACCATCTCTGCACTGAA 

1381 + + -- + + + + 1440 

GTCCCCCAAAGCGCGACGAGGACTGGCGCCACTCCGGCGCGGCTGGTAGAGACGTGACTT 

GGGCCCTCTGGTGGCCGGCACGGGCATTGGGAAACAGCCTCCTCCTTTCCCAACCTTGCT 

1441 + + + + + + 1500 

CCCGGGAGACCACCGGCCGTGCCCGTAACCCTTTGTCGGAGGAGGAAAGGGTTGGAACGA 

TCTTAGGGGCCCCCGTGTCCCGTCTGCTCTCAGCCTCCTCCTCCTGCAGGATAAAGTCAT 

1501 + + + + + + 1560 

AGAATCCCCGGGGGCACAGGGCAGACGAGAGTCGGAGGAGGAGGACGTCCTATTTCAGTA 

CCCCAAGGCTCCAGCTACTCTAAATTATGTCTCCTTATAAGTTATTGCTGCTCCAGGAGA 

1561 + + + + + + 1620 

GGGGTTCCGAGGTCGATGAGATTTAATACAGAGGAATATTCAATAACGACGAGGTCCTCT 

TTGTCCTTCATCGTCCAGGGGCCTGGCTCCCACGTGGTTGCAGATACCTCAGACCTGGTG 

1621 + + + + + + 1680 

AACAGGAAGTAGCAGGTCCCCGGACCGAGGGTGCACCAACGTCTATGGAGTCTGGACCAC 

CTCTAGGCTGTGCTGAGCCCACTCTCCCGAGGGCGCATCCAAGCGGGGGCCACTTGAGAA 

1681 + + + + + + 1740 

GAGATCCGACACGACTCGGGTGAGAGGGCTCCCGCGTAGGTTCGCCCCCGGTGAACTCTT 

GTGAATAAATGGGGCGGTTTCGGAAGCGTC 

1741 + + + 1770 

CACTTATTTACCCCGCCAAAGCCTTCGCAG 
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FIGURE 5 



Expression of Rg1 mRNA in human tissues 



c 
o 

0) 
»— 

Q. 
X 
UJ 



o 

c 

0} 
V) 
<D 
k. 
O. 
X 

UJ 
CC 



2 r 




ooooccg 



o 
2 



9/13 



FIGURE 6 

Purification of Native RG1 Protein Secreted 
by LNCaP Cells. 
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FIGURE 9 

huMAb B Variable Region Sequences 



1 METPAQLLFLLLLWLPDTTGEIVLTQSPGTLSLSPGERATLSC RASQSVS 50 
51 SSYLAWYQQKPGQAPRLIiIYGASSRATGI PDRFSGSGSGTDFTLTI SRLE 100 

101 PEDFAVYYC QQYSSSLT FGGGTKVEIK 150 

" •., ■ ■ . . ■ '•/'' 

1 MEFVLSWVFLVAILKGVQCEVQLVQSGGGLVHPGGSIjRLSCAGSGFTFSS 5 0 
- 51 YVNH WLRQAPGKGLKWVS VIGTGGVTHYAPSVKG RFTISRDNAKNSLYLQ 100 
101 MNS LRAEDMAMY YCAR WG Y YG S G S YEND AFP I WGQGTMVTVS S AS TK 150 

B_3M, V H (mutations in bold) 

(\ MEFVLSWVFLVAILKGVQCEVQLVQSGGGLVQPGGSLRLSCAGSGFTFSS 50 
51 YVMH WLRQAPGKGLEWVS VIGTGGVTHYADSVKG RFTISRDNAKNSLYLQ 100 
101 MNSLRAEDTAVYYCAR WGYYGSGSYENDAFDI WGQGTMVTVSSASTK 150 

CDR sequences (1,2, and 3) for each variable region are underlined 
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FIGURE 10 

HuMAb C Variable Region Sequences 

1 METPAQLLFLLLLWLPDTTGE I VLTQS PGTLS LS PGERATLS C RASQS VS 50 
51 SSYLA WYQQKPGQAPRLLIY GASSRAT GIPDRFSGSGSGTDFTLTISRLE 100 
• 101 PEDFAVY YC QQ YGS S LT FGGGTKVE I K ' " 150 

1 MEFVLSWVFLVAILKGVQCEVQLVQSGGGLVHPGGSLRLSCAGSGFTFSS 50 
51 YVMH WVRQAPGKGLEWVS VIGTGGVTNYADSVKG RFTISRDNAKNSLYLQ 100 
101 , MNSLRAEDMAVYYCAR WGDWDDAFp I W GQGTMVTVS S ASTK 144 

C__2m, V H (mutations in bold) 

1 MEFVLSWVFLVAILKGVQCEVQLVQSGGGLVQPGGSLRLSCAGSGFTFSS 50 

51 YVMH WVRQAPGKGLEWVS VIGTGGVTNYADSVKG RFTISRDNAKNSLYLQ 100 

101 | MNS LRAEDTAVY YC AR WGD WDD AFP I WG QGTMVT VS S AS T K 144 

CDR sequences. (CDR 1,2, and 3) for each variable region are underlined 



